Ovarian serous papillary cancer (OSPC) represents the most common histological type of ovarian carcinoma, the fourth leading cause of cancer-related death in women in the United States (Jemal et al, 2003) . Endometrial cancer is the most frequent cancer of the female genital tract with endometrioid (type 1) and serous papillary (type 2) being the most common cell types (Deligdisch and Holinka, 1987; Jemal et al, 2003) . Histologically indistinguishable to high-grade serous ovarian carcinoma (Carcangiu and Chambers, 1992; Sherman et al, 1992) , uterine serous papillary cancer (USPC) has a propensity for early intraabdominal, lymphatic and distant metastatic spread even at presentation (Carcangiu and Chambers, 1992; Goff et al, 1994; Nicklin and Copeland, 1996) and is characterised by a highly aggressive biological behavior (Deligdisch and Holinka, 1987; Carcangiu and Chambers, 1992; Sherman et al, 1992; Goff et al, 1994; Nicklin and Copeland, 1996) . Unlike OSPC, however, which is responsive to first-line combined cisplatinum-based chemotherapy in 70 -80% of the cases (Kalil and McGuire, 2002) , USPC is a chemotherapyresistant disease from outset, with responses to cytostatic agents in the order of 20% and of short duration (Levenback et al, 1992; Carcangiu and Chambers, 1995; Nicklin and Copeland, 1996) .
Gene expression fingerprints representing large numbers of genes have the potential to allow precise and accurate grouping of tumours endowed with similar phenotype (Giordano et al, 2001; Sorlie et al, 2001; Rosenwald et al, 2002; Zhan et al, 2002) . Gene microarrays may identify cancers endowed with a more aggressive biologic behaviour (i.e., rapidly metastatic tumours) that are unresponsive to standard adjuvant therapies and may thus allow improved prediction of response and clinical outcome. Consistent with this view, in large B-cell lymphomas and breast carcinomas, gene expression profiles have been shown to identify patients who are unlikely to be cured by conventional therapy (Sorlie et al, 2001; Rosenwald et al, 2002) . In ovarian carcinoma, cDNA microarray technology has recently been used to identify numerous genes differentially expressed in normal and tumour-derived ovarian epithelial cells (Ismail et al, 2000; Hough et al, 2001; Welsh et al, 2001; Schwartz et al, 2002) . Interestingly, several of the most upregulated genes encode surface or secreted proteins, such as Kop, SLPI and claudin-3, making these products attractive candidate biomarkers (Ismail et al, 2000; Hough et al, 2001; Welsh et al, 2001; Schwartz et al, 2002) . In contrast, very little is known about the possible genetic diversity between OSPC and USPC, two histologically similar serous carcinomas characterised by a dramatically different biological behavior and response to chemotherapy.
In this study, oligonucleotide microarrays were used to profile and compare gene expression patterns in 11 primary cultures of OSPC and USPC. We report that mRNA fingerprints readily distinguish the more biologically aggressive and chemotherapy resistant USPC from OSPC. Of interest, OSPC2, a primary OSPC with mixed clear cell features (a variant of ovarian cancer also characterised with a particularly unfavourable prognosis), clustered with USPC. Plasminogen activator inhibitor (PAI-2) was the gene most highly upregulated in OSPC relative to USPC, while the c-erbB2 gene product (HER-2/neu) was strikingly overexpressed in USPC relative to OSPC and may therefore represent a novel diagnostic and therapeutic marker for this highly aggressive subset of endometrial tumours.
MATERIALS AND METHODS

Establishment of OSPC and USPC primary cell lines
In all, 11 primary serous papillary cell lines (six OSPC and five USPC) were established after sterile processing of the tumour samples from surgical biopsies as described for ovarian and uterine carcinoma specimens (Santin et al, 2000 (Santin et al, , 2002a . All tumour samples were obtained with appropriate consent according to IRB guidelines. Tumours were staged according to the FIGO operative staging system. Total abdominal hysterectomy and regional lymph node sampling for invasive USPC were performed in all cases. Radical tumour debulking, including a total abdominal hysterectomy and omentectomy, was performed in all ovarian carcinoma patients. No patient received chemotherapy before surgical therapy. The patient characteristics are described in Table 1 . The epithelial nature and the purity of USPC and OSPC cultures was verified by immunohistochemical staining and flow cytometric analysis with antibodies against cytokeratin as described (Ismail et al, 2000; Santin et al, 2000 Santin et al, , 2002a . Only primary cultures which had at least 90% viability and contained 499% tumour cells were used for total RNA extraction.
RNA purification, microarray hybridisation and analysis RNA purification, cDNA synthesis, cRNA preparation and hybridisation to the Affymetrix Human U95Av2 GeneChip microarray were performed according to the manufacturer's protocols and as reported (Zhan et al, 2002) .
Data processing
All data used in our analyses were derived from Affymetrix 5.0 software. GeneChip 5.0 output files are given as a signal that represents the difference between the intensities of the sequencespecific perfect match probe set and the mismatch probe set, or as a detection of present, marginal, or absent signals as determined by the GeneChip 5.0 algorithm. Gene arrays were scaled to an average signal of 1500 and then analysed independently. Signal calls were transformed by the log base 2 and each sample was normalised to give a mean of 0 and variance of 1.
Gene expression data analysis
Statistical analyses of the data were performed with the software packages SPSS10.0. (SPSS, Chicago, IL, USA) and the significance analysis of microarrays (SAM) method (Tusher et al, 2001) . Genes were selected for analysis based on detection and fold change. In each comparison, genes having 'present' detection calls in more than half of the samples in the overexpressed gene group were retained for statistical analysis if they showed 4two-fold change between groups. Retained genes were subjected to SAM to establish a false discovery rate (FDR), then further filtered via the Wilcoxon rank-sum (WRS) test at a ¼ 0.05. The FDR obtained from the initial SAM analysis was assumed to characterise genes found significant via WRS.
Gene cluster/treeview
The hierarchical clustering of average-linkage method with the centred correlation metric was used (Eisen et al, 1998) . The dendrogram was constructed with a subset of genes from 12 588 probe sets present on the microarray, whose expression levels vary the most among the 11 samples, and thus most informative. For the hierarchical clustering shown in Figures 1 and 2 , only genes significantly expressed and whose average change in expression level was at least two-fold were chosen. The expression value of each selected gene was re-normalized to have a mean of zero.
Quantitative real-time PCR q-RT -PCR was performed with an ABI Prism 7000 Sequence Analyzer using the manufacturer's recommended protocol (Applied Biosystems, Foster City, CA, USA) to validate differential expression of selected genes in samples from six representative primary tumour cell lines (three OSPC and three USPC). Each reaction was run in triplicate. The comparative threshold cycle (C T ) method was used for the calculation of amplification fold as specified by the manufacturer. Briefly, 5 mg of total RNA from each sample was reverse transcribed using SuperScript II Rnase H Reverse Transcriptase (Invitrogen, Carlsbad, CA, USA). A value of 10 ml of reverse-transcribed RNA samples (from 500 ml of total volume) was amplified by using the TaqMan Universal PCR Master Mix (Applied Biosystems) to produce PCR products specific for PAI-2 and c-erbB2. Primers specific for 18s ribosomal RNA and empirically determined ratios of 18 s competimers (Applied Biosystems) were used to control for the amounts of cDNA generated from each sample. Sequences for primers and probes are available on request. Differences among OSPC and USPC in the q-RT -PCR expression data were tested using the Kruskal -Wallis 
HER2/neu immunostaining of formalin-fixed tumour tissues
To evaluate whether the differential HER2/Neu receptor expression detected by flow cytometry on primary OSPC and USPC cell lines was comparable to the expression of HER-2/neu receptor of uncultured OSPC and USPC from which the primary cell lines were derived, protein expression was evaluated by immunohistochemical staining on formalin-fixed tumour tissue. In addition, to further confirm transcriptional profiling results, the HER2/neu marker was also evaluated by immunohistochemistry in a second independent set of 20 clinical tissue samples (i.e., 10 OSPC and 10 USPC) obtained from patients harbouring advanced stage disease (i.e., stages III and IV). Study blocks were selected after histopathologic review by a surgical pathologist. The intensity of staining was graded as 0 (staining not greater than negative control), 1 þ (light staining), 2 þ (moderate staining) or 3 þ (heavy staining).
RESULTS
Gene expression profiles distinguish OSPC from USPC and identify differentially expressed genes Flash frozen biopsies from ovarian and uterine tumour tissue are known to contain significant numbers of contaminant stromal cells as well as a variety of host-derived immune cells (e. g., monocytes, dendritic cells, lymphocytes). Short-term primary OSPC and USPC cell cultures, minimising the risk of a selection bias inherent in any long-term in vitro growth, provide an opportunity to study differential gene expression between relatively pure populations of tumour cells. Comprehensive gene expression profiles of six primary OSPC and five primary USPC cell lines were generated using high-density oligonucleotide arrays with 12 588 probe sets, which in total interrogated some 10 000 genes. In total, 165 genes were differentially expressed between OSPC and USPC (WRS test, Po0.05). Figure 1 shows the cluster analysis performed on hybridisation intensity values for 59 gene segments whose average difference in expression level was at least two-fold. Two major branches on the dendrogram were identified. All five USPC were grouped together in the rightmost columns. Similarly, in the leftmost columns five pure OSPC were found to cluster tightly together. Of interest, OSPC2, a serous papillary tumour with mixed clear cell features (i.e., a biologically aggressive variant of ovarian cancer characterised by a poor prognosis) clustered on a sub-branch with USPC ( Figure 1 ). Figure 2 shows the cluster analysis on hybridisation intensity values for each gene in 10 primary cultures of OSPC and USPC showing a single type of differentiation. There were 484 genes showing 4two-fold change along with 'present' detection calls in more than half the samples in the overexpressed group. Of these, 316 were found significant by SAM, with a median FDR of 17.4% and a 90th percentile FDR of 22.7%. Of the 484 aforementioned genes, 116 yielded Po0.05 via WRS, and all 116 were among the genes found significant by SAM. Thus, we can say with 90% confidence that the FDR among genes found significant via WRS is no higher than 22.7%. The new dendrogram shown in Figure 2 depicts a marked separation in the expression profiles of the two groups of serous papillary tumours. The tight clustering of pure OSPC from USPC was driven by two distinct profiles of gene expression. The first was represented by a group of 40 genes that were highly expressed in OSPC and underexpressed in USPC (Table 2 ). Many genes shown previously to be involved in ovarian carcinogenesis are present on these lists, providing a degree of validity to our array analysis. Included in this group of genes are plasminogen activator inhibitor-2 (PAI-2), fibroblast growth factor receptor-2 (FGFR2), glypican 1 (GPC1), lysophosphatidic acid receptor (EDG2), phospholipase C (PLCL2), glucose-6-phosphate dehydrogenase (G6PD) and insulin receptor (IGF1) ( Table 2 ). The second profile was represented by 76 genes that were highly expressed in USPC and underexpressed in OSPC (Table 3) . Included in this group of genes are epidermal growth factor type 2 receptor (c-erbB2), inhibin (INHBB), multiple endocrine neoplasia I (MEN1), growth factor receptor-bound protein 7 (GRB7), BCL2, E-cadherin (CDH1) and syndecan (SDC2) ( Table 3) . Importantly, c-erbB2 gene was the most highly differentially expressed gene in USPC when compared to OSPC (Table 3,  Table 4 , Figure 2 ). OSPC2, the only serous tumour with mixed clear cell histology evaluated in our series, was also found to highly overexpress c-erbB2 (data not shown).
Figure 1 Molecular profile of 11 primary OSPC and USPC cell lines. Hierarchical clustering of 59 genes with differential expression between six OSPC and five USPC groups (Po0.05) using a two-fold threshold. The cluster is colour coded using red for upregulation, green for downregulation and black for median expression. Agglomerative clustering of genes was illustrated with dendrograms. The symbol for each gene corresponding to the oligonucleotide spotted on the array is shown.
Validation of the microarray data
We used q-RT -PCR assays to validate the microarray data. The two most highly differentially expressed genes between OSPC and USPC (i.e., PAI-2 and c-erbB2) were selected for q-RT -PCR analysis. A comparison of the microarray and q-RT -PCR data for these genes is shown in Figure 3 . Expression differences between tumour types for PAI-2 (P ¼ 0.009) and c-erbB2 (P ¼ 0.02), were readily apparent (Tables 2 and 3 ). Moreover, for both genes tested, the q-RT -PCR data were highly correlated to the microarray data (Po0.001) (r ¼ 0.91 and 0.71, respectively), as estimated from the 6 samples (i.e., three OSPC and three USPC) included in both the q-RT -PCR and microarray experiments. The q-RT -PCR data mirror the microarray data, both qualitatively and quantitatively, and suggest that most array probe sets are likely to accurately measure the levels of the intended transcript within a complex mixture of transcripts.
HER-2/neu expression
We evaluated HER-2/neu expression by flow cytometry on six primary serous papillary cell lines (three OSPC and three USPC). As positive and negative controls, breast cancer cell lines known to overexpress HER-2/neu (BT-474 and SK-BR-3, American Type Culture Collection), and Epstein -Barr virus-transformed lymphoblastoid cell lines (LCL) established from the same USPC and OSPC patients were also studied. High HER-2/neu receptor expression was found on all three primary USPC cell lines tested (100% positive cells for all three USPC), with mean fluorescence intensity (MFI) ranging from 94 to 140 (Figure 4 ). In contrast, primary OSPC cell lines were found to express significantly lower levels of HER-2/neu (average MFI was 10-fold lower) than the USPC cells (Po0.001) (Figure 4 ). These results show that high expression of the c-erbB2 gene product by USPC correlates tightly with high protein expression by the tumour cells. Autologous LCL were consistently negative for HER-2/neu expression, while breast cancer cell lines expressed high levels of HER-2/neu (data not shown).
Immunohistochemical analysis of HER2/neu expression
Formalin-fixed tumour tissue blocks from six primary surgical specimens were tested for HER-2/neu expression. Heavy staining for HER-2/neu protein expression (i.e., score 3 þ ) was noted in all three USPC specimens that also overexpressed the c-erbB2 gene product by microarray and flow cytometry, respectively ( Figure 5 ). In contrast, negative or low (i.e., score 0 or 1 þ ) staining was found in all three representative OSPC samples ( Figure 5) . Similarly, when formalin-fixed tumour tissue blocks from 20 independent surgical specimens (i.e., 10 OSPC vs 10 USPC) were tested for HER-2/neu expression, a moderate to heavy staining was found in 70% of USPC (i.e., 70% score 2 þ and 3 þ , 30% score 1 þ ) vs 10% of OSPC (i.e., 10% score 2 þ and 90% score 0 to 1 þ ) (P ¼ 0.0002 USPC vs OSPC by student's t-test). RORB  NEK2  ERBB2  FLRT2  IDI1  PRRG1  PLCL2  SLC6A12 TP53BP2 CYP1B1  MUC4  ELKS  CYP1B1  LOC51760 CCNE1  CKAP4  FLJ13612 GRB7  SEPW1  TAC1  SSBP2  PKIA  1837_at GPC1  MYO7A MEN1  CBLB  PTGER2 API5 DJ971N18.
PDZK1 39470_at SERPINB8 1818_at ERBB2
Figure 2 Molecular profile of primary OSPC and USPC cell lines. Hierarchical clustering of 116 genes with differential expression between five OSPC and five USPC groups (Po0.05) using a two-fold threshold. The cluster is colour coded using red for upregulation, green for downregulation and black for median expression. Agglomerative clustering of genes was illustrated with dendrograms. The symbol for each gene corresponding to the oligonucleotide spotted on the array is shown. USPC upregulated genes are shown in red ink while OSPC upregulated genes are shown in blue ink.
DISCUSSION
High-throughput comprehensive technologies for assaying gene expression, such as high-density oligonucleotide and cDNA microarrays, may offer the potential to identify clinically relevant subsets of tumours difficult to distinguish by conventional histopathological assessment (Giordano et al, 2001; Rosenwald et al, 2002; Schwartz et al, 2002) . This report represents the first communication of an investigation involving the genome-wide examination of differences in gene expression between serous papillary ovarian cancer (OSPC) and uterine serous papillary carcinoma (USPC), two histologically indistinguishable gynaecologic tumours characterised by a dramatically different biologic behavior and response to chemotherapy.
Advanced and/or metastatic serous papillary gynaecologic tumours, regardless of their ovarian or uterine origin, are currently treated with a combined cisplatinum-based chemotherapy. However, given that: (1) USPC likely arise from metaplastic Mullerian epithelium, while OSPC likely derive from the ovarian surface epithelium, and (2) a dramatic difference in response to standard chemotherapy regimens is commonly reported among these histologically indistinguishable serous carcinomas (Levenback et al, 1992; Sherman et al, 1992; Carcangiu and Chambers, 1995; Nicklin and Copeland, 1996; Kalil and McGuire 2002) , a significant diversity in gene expression among these tumours is probable. In agreement with this view, all five USPC patients evaluated in this study either developed progressive disease during chemotherapy or recurred within 6 months from the end of treatment. In contrast, four out of five of the OSPC patients responded completely to standard adjuvant chemotherapy treatment. In this study, we have used short-term primary OSPC and USPC cultures (to minimise the risk of a selection bias inherent in any long-term in vitro growth) to study differential gene expression in highly enriched populations of epithelial tumour cells. Strikingly, we found that hierarchical clustering of the samples and gene expression levels within the samples led to the unambiguous separation of OSPC from USPC. We detected 116 genes differentially expressed between OSPC and USPC whose average change in expression level between the two groups was at least two-fold. Of the 116 genes that yielded Po0.05 via WRS, all 116 were among the genes found significant by SAM. Our study offers therefore the first persuasive support that the dramatically different biologic behaviour and response to treatment commonly reported in OSPC compared to USPC may be dictated by a profound genetic diversity among these histological indistinguishable serous neoplasms. It is therefore likely that a molecular classification based on gene expression profiles may thus potentially identify gynaecologic serous tumours associated with aggressive behaviour and poor prognosis and should allow therapeutic approaches to be better tailored to the biologic and genetic characteristic of each serous tumour type. These novel findings have thus the potential to significantly refine diagnosis and possibly alter management of these cancer patients. Of interest, OSPC2, the only OSPC with mixed clear cell features included in our analysis, clustered with USPC. These data are congruent with a recent report that clear cell ovarian tumours present a distinctive molecular signature from pure high-grade OSPC (Schwartz et al, 2002) . Thus, our findings add to previous knowledge showing that clear cell tumours, a variant of ovarian cancer with a particularly unfavourable prognosis, express a molecular signature closer to that of the more aggressive USPC. A sizeable number of genes differentially expressed in OSPC compared with USPC have been identified through our analysis. Some of these may prove to be useful diagnostic and therapeutic markers for these histologically similar diseases. For example, elevated serum levels of lysophosphatidic acid (LPA) are found in more than 90% of ovarian cancer patients and the level of LPA in plasma has been proposed as a potential biomarker for this disease (Budnik and Mukhopadhyay, 2002) . In addition, LPA signalling may have a role in the progression of ovarian cancer cells through stimulation of cellular proliferation, enhanced cellular survival and suppression of apoptosis (Contos et al, 2000) . It seems therefore likely that the higher LPA receptor expression found in OSPC relative to USPC may represent a distinctive marker that plays a role in transduction of growth-promoting signals from high local concentrations of LPA (Contos et al, 2000; Budnik and Mukhopadhyay, 2002) . Consistent with this view, phospholipase C, another gene that is differentially overexpressed in OSPC relative to USPC has been previously reported to contribute to LPA production in ovarian cancer cells (Budnik and Mukhopadhyay, 2002) .
Several reports have shown that plasminogen activator inhibitor-2 (PAI-2), a protein capable of inhibiting invasion (Andreasen et al, 2000) , may represent a molecular biomarker for several human tumours including ovarian carcinomas. Consistent with our findings, however, overexpression of PAI-2 in epithelial ovarian cancer has been previously identified as a favourable prognostic factor (Chambers et al, 1997) . Indeed, high PAI-2 expression in invasive ovarian tumours seem to be limited to a group of OSPC patients which experience a more prolonged disease free and overall survival (Chambers et al, 1997) . These data are therefore consistent with the view that high expression of PAI-2 in OSPC compared to USPC may be a marker indicating a biologically less aggressive disease.
Membrane-associated heparan sulphate proteoglycans are thought to play important roles in many aspects of cell behaviour, including cell -cell and cell -extracellular matrix adhesion and growth factor signalling (David, 1993) . Two families of polypeptides appear to carry the majority of heparan sulphate on mammalian cells: glypicans, which are attached to the plasma membrane via glycosylphosphatidylinositol (GPI) anchors, and syndecans, which are transmembrane proteins (David, 1993) . Figure 3 Quantitative RT -PCR and microarray expression analysis of PAI-2 (SERPINB2) and c-erbB2 (ERBB2) selected genes differentially expressed between OSPC and USPC. Convincing evidence has recently been provided that glypican-1 can interact with FGF-2 and stimulate signalling of the FGF receptor (Steinfeld et al, 1996) . Importantly, high glypican-1 and FGF receptor 2 gene expression were found differentially expressed in OSPC when compared to USPC, while syndecan-2 gene expression was significantly higher in USPC when compared USPC. These data therefore support a major difference in the expression of heparan sulphate proteoglycans between these two subsets of histologically indistinguishable serous tumours. Furthermore, because bFGF is produced by OSPC and can bind to FGF receptor 2 expressed on these tumours (Steinfeld et al, 1996) , it is likely that the combined overexpression of glypicans and FGF receptor 2 genes found in OSPC may represent a common molecular abnormality with important functional consequences for the progression of OSPC. Insulin receptor has been previously reported overexpressed on OSPC and to be able to mediate a proliferative response in ovarian cancer cells (Kalli et al, 2002) . In our study, consistent with previous reports, OSPC were found to differentially overexpress the insulin receptor gene when compared to USPC. These results therefore support a role for insulin receptor in the growth and regulation of OSPC, but not in USPC.
Unlike OSPC, there have been remarkably few studies aimed at identifying molecular markers characteristic of USPC. Because of the common poor response to standard salvage treatment modalities for advanced or recurrent USPC, the identification of a number of USPC specific markers may lay the groundwork for future studies testing some of these biomarkers for clinical utility in the treatment of these highly aggressive and intrinsically chemotherapy resistant tumours. Of great interest at this regard, cerbB2 gene was found to be the most highly differentially expressed gene in USPC with over 17-fold upregulation compared with OSPC. Furthermore, the growth factor receptor-bound protein 7 (GRB7), a gene tightly linked to c-erbB2 and previously reported coamplified and coexpressed with this gene in several cancer types (Janes et al, 1997) was also highly differentially expressed in USPC compared to OSPC. The striking overexpression of the c-erbB2 gene as well as of its gene expression product on USPC may therefore represent a distinctive molecular marker for these serous tumours and also provide insights into the disproportionately poor prognosis of USPC relative to OSPC. Consistent with this view, previous studies have reported that the amplification of this gene in a subset of ovarian cancer patients is associated with resistance to chemotherapeutic drugs and shorter survival (Berchuck et al, 1990) . On the light of our micrarrays data it is tempting to speculate that some if not all of these highly HER2/neu overexpressing and chemotherapy resistant serous tumours may likely have arisen from metaplastic mesothelial cells and therefore present a genetic fingerprint more similar to USPC than OSPC. Regardless of the histologic site of origin, however, high overexpression of the c-erbB2 gene provides support for the notion that trastuzumab (Herceptin), a humanised anti-HER-2/ Neu antibody that is showing great promise for treatment of metastatic breast cancer patients overexpressing HER-2/Neu protein (Slamon et al, 2001) , may be a novel, potentially highly effective therapy against this aggressive variant of serous papillary carcinomas. Consistent with this view, our group has recently shown high sensitivity of USPC to the killing activity mediated by natural killer (NK) cells when triggered by anti-HER-2/Neuspecific antibody in vitro (Santin et al, 2002b) . Taken all together, our data demonstrate that OSPC and USPC, two diseases where further molecular characterisation is needed to improve differential diagnosis and therapeutic strategies, can be readily discriminated solely by gene expression profiles. These findings suggest that global gene expression signatures can be an important adjunct to the morphology based classification schemes for serous papillary tumours currently used. Finally, the identification of c-erbB2 as the most highly differentially expressed gene in USPC suggest that targeting HER-2/neu by rhuMAb anti-HER-2 (Herceptin) may be potentially highly beneficial against these biologically aggressive and chemotherapy-resistant variants of endometrial cancer. Figure 5 Immunohistochemical staining for HER-2/neu expression on three paraffin-embedded OSPC3 and three USPC5 specimens from which primary cell lines have been established. OSPC1, OSPC3 and OSPC5 (left panel) showed negative or light (1 þ ) staining for HER-2/neu. USPC3, USPC4 and USPC5 (right panel), showed heavy (3 þ ) staining for HER-2/ neu. Original magnification Â 400.
